. Probability distribution of having the same genes changed in both the Oct1 and Lmnb1 microarray datasets. In the Oct1 experiment, there are 113 changed genes and 2,967 unchanged genes, whereas in the Lmnb1 experiment, there are 1,093 changed genes and 1,987 unchanged genes. If these two experiments are completely independent, there will be 40.0 (113/3,080 3 1,089/3,080 3 3,080) genes on average that are changed in both experiments. To calculate the probability of having 59 genes changed in both experiments, a repeat sampling bootstrapping method was used. Specifically, for each cycle, 113 genes are randomly drawn from the list of 3,080 common genes, forming set A, and 1,089 genes are drawn randomly from the same 3,080 list, forming set B. The number of genes present in both A and B (n) is recorded. After 500,000 cycles, the values of n are plotted to give a probability distribution histogram. The probability distribution is shown, and the probability of having $59 genes that are changed in both experiments is 0.00012. Table S1 . Oligonucleotide sequences used in the EMSA
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Oligo name
Oligo sequence
Consensus 1 59-TGTCGAATGCAAATCACTAGAA-39
Consensus 2 59-TTCTAGTGATTTGCATTCGACA-39
Rdm1 1 59-GGGGCATGCAAATAACTGCTCT-39
Rdm1 2 59-AGAGCAGTTATTTGCATGCCCC-39
Gpx3 1 59-TTTATGTGCTAATTTAAAAAAA-39
Gpx3 2 59-TTTTTTTAAATTAGCACATAAA-39
Mgst1 1 59-CCCCCGAGATTTACATTTCCTT-39
Mgst1 2 59-AAGGAAATGTAAATCTCGGGGG-39
Mmp13 1 59-GATTTATAATGATGTTACCAGT-39
Mmp13 2 59-ACTGGTAACATCATTATAAATC-39 
